In order to determine the putative location of binding sites for transcription factor, we scanned with TESS [1] the 31 bp long sequence centered on each of the four analyzed SNPs, for both the reference and the mutated alleles. The models of transcription factors binding sites we adopted are the position weighted matrices collected in TRANSFAC v6.0 [2] and the JASPAR [3] . The quality of the matching between a matrix M and a sequence S is measured with a log-likelihood (LL) score, computed as the logarithm of the ratio between the probability to observe the sequence S given the motif model M, and the probability to observe the sequence S given a background null model. High positive scores indicate that the sequence is considered to favor the binding of the transcription factor. The value of LL-score strongly depends on the adopted matrix and it is therefore specific for each transcription factor. The LL-score significance is assessed by computing a * Correspondence to: Elisa Porcellini, PhD, Laboratory of p-value. The match strength can be also evaluated as the ratio between the actual LL-score and the maximum LL-score that can be obtained with a particular matrix. When this value is above 75%, we marked the match as strong.
In order to determine the putative location of binding sites for transcription factor, we scanned with TESS [1] the 31 bp long sequence centered on each of the four analyzed SNPs, for both the reference and the mutated alleles. The models of transcription factors binding sites we adopted are the position weighted matrices collected in TRANSFAC v6.0 [2] and the JASPAR [3] . The quality of the matching between a matrix M and a sequence S is measured with a log-likelihood (LL) score, computed as the logarithm of the ratio between the probability to observe the sequence S given the motif model M, and the probability to observe the sequence S given a background null model. High positive scores indicate that the sequence is considered to favor the binding of the transcription factor. The value of LL-score strongly depends on the adopted matrix and it is therefore specific for each transcription factor. The LL-score significance is assessed by computing a p-value. The match strength can be also evaluated as the ratio between the actual LL-score and the maximum LL-score that can be obtained with a particular matrix. When this value is above 75%, we marked the match as strong.
Supplementary Table 1 lists the transcription factor binding sites reporting a p-value for the LLscore ≤0.05. For each site discovered in the reference and/or the mutated sequence, Supplementary Table 1 reports the name of the transcription factor, the location of the site (considering the SNP in the position numbered with 0), the name of the matrix model, the match quality, the LL-score, the LL-score per site (obtained as the ratio between the LL-score and the site length), and the corresponding p-value. Strong matches are also highlighted. Differences between the transcription binding sites found in reference and mutated sequences are highlighted in grey.
Supplementary For each considered SNP, the 31 residue long sequence of the reference and the mutated allele are reported. The SNP is in the central position and it is underlined. Putative binding sites are predicted by scanning the sequences with TESS [1] against the models represented by the matrices stored in the TRANSFAC [2] and JASPAR [3] databases. Only sites matching with a p ≤ 0.05 are reported. Begin and End positions are given with reference to the SNP position, numbered with 0. For each match we list the total log-likelihood (LL) score, the LL-score normalized to the site length (LL-score per site), and the corresponding p-value. If the LL-score is more than 75% of the maximum score achievable with a given matrix, the match is labeled as strong (Match strength column). Differences between the transcription factor binding sites in the reference and the mutated sequences are indicated with a star (*).
